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FIG. 1A ^ 



11 20 29 38 47 56 

GAG ACT CAC GGT CAA GCT AAG GCG AAG AGT GGG TGG CTG AAG CCA TAC TAT TTT 



65 74 83 92 101 110 

ATA GAA TTA ATG GAA AGC AGA AAA GAC ATC ACA AAC CAA GAA GAA CTT TGG AAA 



HESRKDITNQEELWK 

119 128 137 146 155 164 

ATG AAG CCT AGG AGA AAT TTA GAA GAA GAC GAT TAT TTG CAT AAG GAC ACG GGA 



MKPRRNLEEDDYL /'h \ K D T G 

173 182 191 200 209 218 

GAG ACC AGC ATG CTA AAA AGA CCT GTG CTT TTG CAT TTG CAC CAA ACA GCC CAT 



ETSMLKRPVLLHLHQTAH 

227 236 245 254 263 272 

GCT GAT GAA TTT GAC TGC CCT TCA GAA CTT CAG CAC ACA CAG GAA CTC TTT CCA 



ADEFDCPSELQHTQELFP 

281 290 299 308 317 326 

CAG TGG CAC TTG CCA ATT AAA ATA GCT GCT ATT ATA GCA TCT CTG ACT TTT CTT 



Q w H L P I K i h h Z Z h S L I E Zi 

335 344 353 362 371 380 

TAC ACT CTT CTG AGG GAA GTA ATT CAC CCT TTA GCA ACT TCC CAT CAA CAA TAT 



Y T L I. RE VIHPLATSHQQY 

389 398 407 416 425 434 

TTT TAT AAA ATT CCA ATC CTG GTC ATC AAC AAA GTC TTG CCA ATG GTT TCC ATC 



FY KI P I LV N K V L P M V S I 

443 452 461 470 479 488 

ACT CTC TTG GCA TTG GTT TAC CTG CCA GGT GTG ATA GCA GCA ATT GTC CAA CTT 



T L L A I, V Y I, P S V I h, A I V Q L 

497 506 515 524 533 542 

CAT AAT GGA ACC AAG TAT AAG AAG TTT CCA CAT TGG TTG GAT AAG TGG ATG TTA 

HNGTKYKKFPHWLDKWML 

551 560 569 578 587 596 

ACA AGA AAG CAG TTT GGG CTT CTC AGT TTC TTT TTT GCT GTA CTG CAT GCA ATT 

T R K fl E S h h S E E E A /^V' H h I 

605 614 623 632 641 650 

TAT AGT CTG TCT TAC CCA ATG AGG CGA TCC TAC AGA TAC AAG TTG CTA AAC TGG 
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659^^^ 668 677 686 695 704 

GCA TAT CAA CAG GTC CAA CAA AAT AAA GAA GAT GCC TGG ATT GAG CAT GAT GTt' 



AYQQV, QQNKEDAWIEHDV 

' V 

713 . 722 731 740 749 758 

TGG AGA ATG GAG ATT TAT GTG TCT CTG GGA ATT GTG GGA TTG GCA ATA CTG GCT 



W R M E I /X K S h Q I V G L A I L A 

767 776 785 794 803 812 

CTG TTG GCT GTG ACA TCT ATT CCA TCT GTG AGT GAC TCT TTG ACA TGG AGA GAA 



I* L Y 2 S I P S V SDSLTWRE 

821 830 839 848 857 866 

TTT CAC TAT ATT CAG AGC AAG CTA GGA ATT GTT TCC CTt CTA CTG GGC ACA ATA 



F H Y I Q s K L S I 2 S h h I. g T I * 

875 884 893 902 911 920 

CAC GCA TTG ATT TTT GCC TGG AAT AAG TGG ATA GAT ATA AAA CAA TTT GTA TGG 



H h h X E A W W k: WIDIKQFVW 

929 938 947 956 965 974 

TAT ACA CCT CCA ACT TTT ATG ATA GCT GTT TTC CTT CCA ATT GTT GTC CTG ATA 



Y T P P T F M I A Y E L P I V V I. T 

983 992 1001 1010 1019 1028 

TTT AAA AGC ATA CTA TTC CTG CCA TGC TTG AGO AAG AAG ATA CTG T^G ATT AGA 



£ K S I h F L P C I. RKKILKIR 

1037 1046 1055 1064 1073 1082 

CAT GGT TGG GAA GAC GTC ACC AAA ATT AAC AAA ACT GAG ATA TGT TCC CAG TTG 



HGWEDVTKINKTEICSQL 

1091 1100 1109 1118 1127 1136 

TAG AAT TAG TGT TTA CAC ACA TTT TTG TTC AAT ATT GAT ATA TTT TAT CAC CAA 



♦NYC L HTFLFNIDIFYHQ 

1145 1154 1163 1172 1181 1190 

CAT TTC AAG TTT GTA TTT GTT AAT AAA ATG ATT ATT CAA GGA AAA AAA AAA AAA 



HFKFVFVNKMI IQGKKKK 



AAA AA 3 
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FIG. 1C 



5' GGC GGA GGC GGA GGC GGA GGG CGA GGG GCG GGG AGC GCC GCC TGG AGC GCG 

GCA GGT CAT ATT GAA CAT TCC AGA TAC CTA TCA TTA CTC GAT GCT GTT GAT 
AAC AGC AAG 2' 



Q 

Mr 

m 
m 

M, 



m 
a 



FIG. 2 



9 

mm 



Q 

.a 

□ 

m 
m 

SI 

s 

ru 
□ 
i 
o 



25x 



30x 



B 



1 2345678 12345678 




Panels: 
A 

1. Brain 

2. Prostate 

3. LAPC-4 AD 

4. LAPC-4 Al 

5. LAPC-9 AD 

6. HeLa 

7. Murine cDNA 

8. Neg. control 



B 

1. Brain 

2. Heart 

3. Kidney 

4. Liver 

5. Lung 

6. Pancreas 

7. Placenta 

8. Skeletal Muscle 



c 

1 . Colon 

2. Ovary 

3. Leukocytes 

4. Prostate 

5. Small Intestine 

6. Spleen 

7. Testis 

8. Thymus 
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FIG. 4 

GGGGCCCGCACCTCTGGGCAGCAGCGGCAGCCGAGACTCACGGTCAAGCTAAGGCGAAGAGTGGGTGGCTGAAGCC 

ATACTATTTTATAGAATTAi^XlSGAAAGCAOAAAAGACATCACAAACCAAGAAGAACTTTGGAAAATOAAGCCT 

AGAAATTTAGAAOAAGACGATTATTTGCATAAGGACACaQGAGAQACCAGCATGCTAAAAAaACGTGTGCTTTTGC 

ATTTGCACCAAACAGCCCATGCTGATGAATTTGACTGCCCTTCAOAACrrTCAGCACACACAGaAACTCTTTCC^ 

GTGGCACTTGCCAATTAAAATAGCTGCTATTATAGCATCTCTOACTTTTCTTTACACrCTTCTOAGOGAAGTAATT 

CACCCCTTAGCAACTTCCCATCAACAATATTTTTATAAAATTCCAATCCTGGTCATCAACAAAGTCTTGCCAATGG 

TTTCCATCACTCTCTTGGCATTGGTTTACCTGCCAGGTGTGATAGCAGCAATTGTCCAACTTCATAATGGAACCAA 

GCTQTACTGCATGCAATTTATAGTCTGTCTTACCCAATGAGQCOATCCTACAGATACAAGTTGCTAAACTGGGCAT 
ATCAACAGGTCCAACAAAATAAAGAAGATGCCTGGATTGAGCATGATGTTTGGAGAATGGAGATTTATGTGTCTCT 
GGGAATTGTG6GATTGGCAATACTGGCTCT6TT6GCTOTGAGATCTATTCCATCTGTGAGTGACTCTTTGACATGG 

AGAGAATTTCACTATATTCAGSl^AMIAATATATAAAATAACCCTAAGAGGTAAATCTTCTTTTTGTGTTTATGAT 

ATAGAATATGTTGACTTTACCCCATAAAAAATAACAAATGTTTTTCAACAGCAAAGATCTTATACTTGTTCCAATT 

7UVTAATGTGCTCTCCTGTTGTTTTCCCTATTGCTTCTAATTAGGACAAGTGTTTCCTAGACATAAATAAAAGGCAT 

TAAAATATTCTTT6TTTTTTTTTTTTTGTTTGTTTGTTTTTTGTTTGTTTGTTTGTTTTTTTGAGATGAAGTCTCG 

CTCTGTTGCCCATGCTGGAGTACAGTGGCy^CGATCTCGGCTCACTGCAACCTGCGCCTCCTGiSGTTCAGGCGATTC 

TCTTGCCTCAGCCrCCTGAGTAGCTGGGATTACAGGCy^CCCATCACCATGTCCAGCTAATTTTTGTATTTTTAGT^ 

GAGACAGGGTTTTCCCATGTTGGCCAGGCTGGTCTCGATCTCCTGACCTCAAATGATCCGCCCACCTCGGCCTCCC 

AAAGTGCTGGGATGACAGTTGTGAGCCACCACACTCAGCCTGCTCTTTCTAATATTTGAAACTTGTTAGACAATTT 

GCTACCCATCTAATGTGATATTTTAGGAATCCAATATGCATGGTTTATTATTTCTTAAAAAAAATATTCTT^ 

TGTCACCTGAATTTAGTAATGCCTTTTATGTTAO^Cy^CrTAGCACTTTCCAGAAAa^AAAACTCTCTC 

TAATAGAGTTTTTATCTACCAAAGATATGCTAGTGTCTCATTTCAAAGGCTGCTTTTTCCAGCTTACATTTTATAT 

ACTTACTCACTTGAAGTTTCTAAATATTCTTGTAATTTTAAAACTATCTCAGATTTACTGAGGTTTATCTTCTGGT 

GGTAGATTATCCATAAGAAGAGTGATGTGCCAGAATCACTCTGGGATCCTTGTCTGACAAGATTCAAAGGACTAAA 

TTTAATTCAGTCATGAACACTGCCAATTACCGTTTATGGGTAGACATCTTTGGAAATTTCCACAAGGTCAGACATT 

CGCAACTATCCCTTCTACATGTCCACyVCGTATACTCCyVACACTTTATTAGGCATCTGATTAGTTTGGA 

CTCCATCTGAATTAGTCCAGTGTGGCITAGAGTTGGTACAACATTCrCACAGAATTTCCTAATTTTGTAGGTTC^ 

CCTGATAACCTVCTGGAGTTCTTTGGTCCTOVTTAAATAGCTTTCTTCACAa^TTGCTCTGCCTGTTACACATA 

TGAACy^CTGCTTTTTAGACTTCATTAGGAATTTAGGACTGCATCTTGACAACTGAGCCTATTCTACTATATGTACA 
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ATACCTAGCCCATAATAGGTATACAATACyvaVTTTGGTAAAACTAATTTTCAACCAATGACATGTATTTTTC^ 

AGTAACCTAGAAATGTTTCACTTAAAATCTGAGAACTGGTTACACTACAAGTTACCTTGGAGATTCATATATGAAA 

ACGCAAACTTAGCTATTTGATTGTATTCACTGGGACTTAAGAATGCGCCTCAATAATTGTGAGTTCGATTTGTTCT 

GGCAGGCTAATGACCATTTCCAGTAAAGTGAATAGAGGTCAGAAGTCGTATAAAAGAGGTGTTGTCAGT^CACCGT 

TGAGATTACATAGGTGAACAACTATTTTTAAGCAACTTTATTTGTGTAGTGACAAAGCATCCCAATGCAGGCTGAA 

ATGTTTCATCACy^TCTCTGGATCrCTCTATTTTGTGCAGACATTGAAAAAATTGTTCATATTATTTCCATGTTATC 

AGAATATTTGATTTTTTAAAAACATAGGCCAAGTTCATTCACTTCATTATTCATTTATCAAAATCAGAGT6AATCA 

CATTAGTCGCCTTCACAACTGATAAAGATCy^CTGAAGTCAAATTGATTTTTGCTATAATCTTCAATCrACCrATAT 

TTAATTGAGAATCTAAAATGTACAAATCATTGTGTTGATTCTGOVGTGATCCTGCTATAAGTAAGACTCAGTCC^ 

GATTTTAGGTATCCTGTGAAAAGCAGAATTAAGACAAATACACAAGAGACAAAGCACAAAAAATAAATATCATAAG 

GGGATGAACAAAATGGTGGAGAAAGAGTAGACAAAGTTTTTGATCACCTGCCTTCAAAGAAAGGCTGTGAATTTTG 

TTCACTTAGACAGCTTGGAGACAAGAAATTACCCAAAAGTAAGGTGAGGAGGATAGGCAAAAAGAGCAGAAAGATG 

TGAATGGACATTGTTGAGAAATGTGATAGGAAAACAATCATAGATAAAGGATTTCCAAGCAACAGAGCATATCCAG 

ATGAGGTAGGATGGGATAAACTCTTATTGAACCJ^TCTTC^CCAATTTTGTTT TTCTTTTGCAGA GCaUlGCT 

ATTGTTTCCCrrTCrrACTGaGCACAATACACGCATTOATTTTTGCCTGGAATAAGTGGATAGATATAAAACAATTTa 



CCTGCCATGCTTGAGGAAGAAGATACTGAAGATTAGACATGGTTGGGAAGACGTCACCAAAATTAACAAAACTGAG 
ATATGTTCCCAOTTGS^AATTACTGTTTACACACATTTTTGTTCAATATTGATATATTTTATCACCAACATTTCA 
AGTTTGTATTTGTTAATAAAATGATTATTCAAGGT^AAAAAAAAAAAAAAAAAAAA 
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FIG. 6 
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FIG. 9 



10 19 28 37 46 55 

GAC TTT TAG AAA ATT CCT ATA GAG ATT GTG AAT AAA ACC TTA CCT ATA GTT GCC 

Asp Phe Tyr Lys lie Pro He Glu He Val Asn Lys Thr Leu Pro He Val Ala 

64 73 82 91 100 109 . 

ATT ACT TTG CTC TCC CTA GTA TAG GTG GGA GGT GTT GTG GCA GCT GCT TAT CRA 

He Thr Leu Leu Ser Leu Val Tyr Leu Ala Gly Leu Leu Ala Ala Ala Tyr Gin 

118 127 136 145 154 163 

GTT TAT TAG GGG ACG AAG TAT AGG AGA TTT CCA CCT TGG TTG GAA ACC TGG TTA 

Leu Tyr Tyr Gly Thr Lys Tyr Arg Arg Phe Pro Pro Trp Leu Glu Thr Trp Leu 

172 181 190 199 208 217 

CAG TGT AGA AAA GAG CTT GGA TTA CTA AGT TTT TTG TTC GCT ATG GTC CAT GTT 

Gin Cys Arg Lys Gin Leu Gly Leu Leu Ser Phe Phe Phe Ala Met Val His Val 

226 235 244 253 262 271 

GCC TAG AGG CTC TGG TTA GGG ATG AGA AGG TGA GAG AGA TAT TTG TTT GTG AAG 

Ala Tyr Ser Leu Cys Leu Pro Met Arg Arg Ser Glu Arg Tyr Leu Phe Leu Asn 

280 289 298 307 316 325 

ATG GCT TAT CAG CAG GTT CAT GCA AAT ATT GAA AAG TGT TGG AAT GAG GAA G7^ 

Met Ala Tyr Gin Gin Val His Ala Asn He Glu Asn Ser Trp Asn Glu Glu Glu 

334 343 352 361 370 379 

GTT TGG AGA ATT GAA ATG TAT ATG TGG TTT GGG ATA ATG AGC CTT GGG TTA GTT 

Val Trp Arg He Glu Met Tyr He Ser Phe Gly He Met Ser Leu Gly Leu Leu 

388 397 406 415 424 433 

TCC CTC CTG GCA GTC ACT TGT ATG CCT TGA GTG AGC AAT GCT TTA AAG TGG AGA 

Ser Leu Leu Ala Val Thr Ser He Pro Ser Val Ser Asn Ala Leu Asn Trp Arg 

442 451 460 469 478 487 

GAA TTC AGT TTT ATT CAG TCT AGA CTT GGA TAT GTC GCT CTG CTC ATA AGT ACT 

Glu Phe Ser Phe He Gin Ser Thr Leu Gly Tyr Val Ala Leu Leu He Ser Thr 

496 505 514 

TTG CAT GTT TTA ATT TAT GGA TGG AAA GGA GCT 3 ' 

Phe His Val Leu He Tyr Gly Trp Lys Arg Ala 
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STRAP- 2, AA50 8 880 (NCI_CGAP Pr6} 

ggtcgacttttcctttattcctttgtcagagatctgattcatccatatgctagaaaccaacagagtgacttttaca 
aaattcctatagagattgtgaataaaaccttacctatagttgccattactttgctctccctagtataccttgcagg 
tcttctggcagctgcttatcaactttattacggcaccaagtataggagatttccaccttggttggaaacctggtta 
cagtgtagaaaacagcttggattactaagttgtttcttcgctatggtccatgttgcctacagcctctgcttaccga 
t gagaagg t c agagaga t 



STRAP- 2, 98P4B6 SSH fragment 

TTTGCAGCTTTGCAGATACCCAGACTGAGCTGGAACTGGAATTTGTCTTCCTATTGACTCTACTTCTTTA/y^GCG 
GCTGCCCATTACaVTTCCTCT^GCTGTCCTTGCAGTTAGGTGTACATGTGACTGAGTGTTGGCCAGTGAGATGAAGTC 
TCCTCAAAGGAAGGCAGCATGTGTCCTTTTT 



AI139607 (testis EST) 

aagaaggagaatccatttagcacctcctcagcctggctcagtgattcatatgtggctttgggaatacttgggtttt 
1=1! ttctgtttgtactcttgggaatcacttctttgccatctgttagcaatgcagtcaactggagagagttccgatttgt 
Q ccagtccaaactgggttatttgaccctgatcttgtgtacagcccacaccctggtgtacggtgggaagagattcctc 
f=l agcccttcaaatctcagatggtatcttcctgcagcctacgtgttagggcttatcattccttgcactgtgctggtga 
rT tcaagtttgtcctaatcatgccacgtgtagacaacacccttacaaggatccgccagggctgggaaaggaactcaaa 
^ acactagaaaaagcattgaatggaaaatcaatatttaaaacaaagttcaatttagctggaaaaaaaaa 
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R80991 (placental EST) 

ggccgcggcanccgctacgacctggtcaacctggcagtcaagcaggtcttggccanacaagagccacctctgggtg 
aaggaggaggtctggcggatggagatctacctctccctgggagtgctggccctcggcacgttgtccctgctggccg 
tgacctcactgccgtccattgcaaactcgctcaactggagggagttcagcttcgttcagtcctcactgggctttgt 
ggccntcgtgctgagcacactncacacgctcacctacggctggacccgcgccttcgaggagagccgctacaagttc 
tacctncctcccaccttcacgntcacgctgctggtgccctgcgttcgttcatcctgggccaaagccctgtttntac 
tgccttgcattcagccgnaga 
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106 FYKI P I liVINKVLPMVS I TLIiALVYbPGVI AAI VQLHNGTKYKKFPHWLDKWMLTRKQFG 
2 FYKI PI EI VNKTLPI VAITLLSLVYLAGLIiAAAYQLYYGTKYRRFPPWLETWLQCRKQLG 
****** ** ** * **** **** * ** **** ** ** * *** * 

166 LLSFFFAVLHAIYSLSYPMRRSYRYKIiljNWAYQQVQQNKEDAWIEHDVWRMEIYVSLGIV 
6 2 LLS FFFAMVHVAYSLCLPMRRSERYLFLNMAYQQVHANI ENSWNEBEVWRI EMYI SFGIM 
******* * *** ***** ** ** ***** * * * * *** * * * ** 

226 GliAI LALLAVTS I PSVSDSLTWREFHYI QSKLGI VSLLLGTIHALI FAWNK 
122 SLGLLSLLAVTS I PSVSNALNWREFS FIQSTLGYVALLI STFHVLI YGWKR 
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Ethidium Bromide Autoradiograph 
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Lanes 

1 ) 1 kb ladder 

2) human female genomic 

3) 12P11BACmus 

4) human female genomic 

5) 12P11 BAG mus 

6) 3T3 



